Key indicators: single-crystal X-ray study; T = 293 K; mean (N-C) = 0.003 Å; R factor = 0.044; wR factor = 0.116; data-to-parameter ratio = 11.5.
In the anion of the title salt, C 2 H 7 N 4 O + ÁC 2 HN 4 O 3 À , the negative charge resides formally on the N 3 atom of the triazole ring. In the crystal, the N 3 and exocyclic O atoms are hydrogen-bond acceptors with respect to the formally doublebond iminium and amido N atoms of the cation. The cation and anion are almost planar (r.m.s. deviations = 0.012 and 0.051 Å , respectively), but they are slightly bent with respect to each other [dihedral angle = 12.6 (1) ]. In the crystal, adjacent anions and cations are linked by extensive N-HÁ Á ÁN and N-HÁ Á ÁO hydrogen bonds, generating a ribbon running along the b-axis direction.
Related literature
For background to applications of similar compounds as propellants and explosives, see: Liu et al. (2006) Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2007 ); cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010) . (Table 1) .
Experimental 3-Nitro-1,2,4-triazol-5-one (26.0 g, 0.2 mol) was suspended in water (150 ml) kept at 303-313 K. Sodium hydroxide (8.2 g, 0.2 mol) dissolved in water (50 ml) was added. Guanylurea hydrochloride (27.8 g, 0.2 mol) dissolved in water (175 ml) was aded. The mixture was warmed to 323-333 K for 1.5 h. This was then cooled to 275-278 K. The solid material was collected and recrystallized from water (yield 35.0 g, 85% yield).
Refinement
Hydrogen atoms were located in a difference Fourier map, and were freely refined.
Computing details
Data collection: APEX2 (Bruker, 2007 ); cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT (Bruker, 2007);  program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication:
publCIF (Westrip, 2010 Symmetry codes: (i) −x+1/2, y+1/2, −z+3/2; (ii) −x+1/2, y−1/2, −z+3/2; (iii) x−3/2, −y+3/2, z−1/2.
